SUPPLEMENTAL MATERIAL
Supp. Table 1 : Performance of linear mixed models for whole chromosomes. For recombination models, chromosomes were divided into 10 equal-length segments with total number of COs in each segment as the dependent variable. For differentiation, mean F ST over 100 kb windows scaled by mean F ST for the whole chromosome was the dependent variable. Telomere = distance from midpoint of segment to nearest chromosome end, scaled by half the chromosome length. Centromere = distance from midpoint of segment to the centromere, scaled by largest arm length across all chromosomes. Chromosome = random effect. Best supported models are those with the lowest Akaike information criterion (AIC) values. Supp. Table 2 : Performance of linear mixed models for predicting male and female recombination along long arms of chromosomes. Arms were divided into 10 equal length segments with total number of COs in each segment as the dependent variable. Telomere = distance from mid-point of segment to the nearest end of chromosome, scaled by total chromosome length. Centromere = distance from mid-point of segment to the centromere, scaled by largest arm length across all chromosomes. Chromosome = random effect. Best supported models are those with the lowest Akaike information criterion (AIC) values.
MODEL LOADINGS (t values) AIC Male Recombination

Telomere + Centromere + Chromosome
Telomere: -2.5 (-5.6)
Centromere: 4.1 (8.2)
Intercept: -1.5 (-6.8)
553.8
Centromere + Chromosome Centromere: 4.5 (11.2)
Intercept: -1.1 (-4.6)
584.9
Telomere + Chromosome Telomere: -4.2 (-9.4)
Intercept: -0.6 (-2.8)
607.5
Chromosome Intercept: 1.2 (7.7) 675.6
Female Recombination
Telomere 
